FIG. 1A 



. ctatagggaa agctggtacg cctgcaggta ccggtccgga aattcgcggc cgcgtcgacg -53 
ggtgaggtcg ctgagggccc gccgggggtg aggtcgctga gggcccgccg gagatgtttt 7 
ccttgtcgag cacggtgcaa ccccagttta cagttcctct gagtcatctc atcaatgcct 67 
tccatacacc aaaaaacact tctgtttctc tcagtggagt gtcagtttct caaaaccagc 127 
atcgagatgt agttcctgag catgaggctc ccagcagtga gtgtatgttc agtgacttcc 187 
tgacgaagct taacattgtt tcaatcggca aaggaaaaat attcgaaggg tacagatcca 247 
tgttcatgga gccagcaaaa aggatgaaga agagcttgga cacaaccgat aactggcaca 307 
tccgtccaga acccttctcc ctctcaatcc ctccttcact taacttaagg gaccttggat 367 
tatctgaatt aaaaattgga cagattgatc agctggtaga aaatctactt cctggatttt 427 
gtaaaggcaa aaacatttct tcccattggc atacatccca tgtctctgca caatccttct 4 87 
ttgaaaataa atatggtaac ttagatatat ttagtacatt acgttcctct tgcttgtatc 547 
gacatcattc aagagctctt caaagcattt gttcagatct tcagtactgg ccagttttca 607 
tacagtctcg gggttttaaa actttgaaat caaggacacg acgtctccag tctacctccg 667 
agagattagc tgaaacacag aatatagcgc catcattcgt gaaggggttt cttttgcggg 727 
acagaggatc agatgttgag agtttggaca aactcatgaa aaccaaaaat atacctgaag 787 
ctcaccaaga tgcatttaaa actggttttg cggaaggttt tctgaaagct caagcactca 847 
cacaaaaaac caatgattcc ctaaggcgaa cccgtctgat tctcttcgtt ctgctgctat 907 
tcggcattta tggacttcta aaaaacccat ttttatctgt ccgcttccgg acaacaacag 967 
ggcttgattc tgcagtagat cctgtccaga tgaaaaatgt cacctttgaa catgttaaag 1027 
gggtggagga agctaaacaa gaattacagg aagttgttga attcttgaaa aatccacaaa 1087 
aatttactat tcttggaggt aaacttccaa aaggaattct tttagttgga cccccaggga 1147 
ctggaaagac acttcttgcc cgagctgtgg cgggagaagc tgatgttcct ttttattatg 1207 
cttctggatc cgaatttgat gagatgtttg tgggtgtggg agccagccgt atcagaaatc 12 67 
tttttaggga agcaaaggcg aatgctcctt gtgttatatt tattgatgaa ttagattctg 1327 
ttggtgggaa gagaattgaa tctccaatgc atccatattc aaggcagacc ataaatcaac 1387 
ttcttgctga aatggatggt tttaaaccca atgaaggagt tatcataata ggagccacaa 14 47 
acttcccaga ggcattagat aatgccttaa tacgtcctgg tcgttttgac atgcaagtta 1507 
cagttccaag gccagatgta aaaggtcgaa cagaaatttt gaaatggtat ctcrataaaw 1567 
taaagtttga tcaatccgtt gatccagaaa ttatagctcg aggtactgtt ggcttttccg 1627 
gagcagagtt ggagaatctt gtgaaccarg ctgcattaaa agcagctgtt gatggaaaag 1687 
aaatggttac catgaaggag ctggagtttt ccaaagacaa aattctaatg gggcctgaaa 1747 
gaagaagtgt ggaaattgat aacaaaaaca aaaccatcac agcatatcat gaatctggtc 1807 
atgccattat tgcatattac acaaaagatg caatgcctat caacaaagct acaatcatgc 1867 
cacgggggcc aacgcttgga catgtgtccc tgttacctga gaatgacaga tggaatgaaa 1927 
ctagagccca gctgcttgca caaatggatg ttagtatggg aggaagagtg gcagaggagc 1987 
ttatatttgg aaccgaccat attacaacag gtgcttccag tgattttgat aatgccacta 2047 
aaatagcaaa gcggatggtt accaaatttg gaatgagtga aaagcttgga gttatgacct 2107 
acagtgatac agggaaacta agtccagaaa cccaatctgc catcgaacaa gaaataagaa 2167 
tccttctaag ggactcatat gaacgagcaa aacatatctt gaaaactcat gcaaaggagc 2227 
ataagaatct cgcagaagct ttattgacct atgagacttt ggatgccaaa gagattcaaa 2287 
ttgttcttga ggggaaaaag ttggaagtga gatgataact ctcttgatat ggatgcttgc 2347 
tggttttatt gcaagaatat aagtagcatt gcagtagtct acttttacaa cgctttcccc 2407 
tcattcttga tgtagtgtaa ttgaagggtg tgaaatgctt tgtcaatcat ttgtcacatt 24 67 
tatccagttt gggttattct cattatgaca cctattgcaa attagcatcc catggcaaat 2527 
atattttgaa aaaataaaga actatcagga ttgaaaacag ctcttttgag gaatgtcaat 2587 
(SEQ ID N0:1, Position -53 to 2587) 
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tagttattaa gttgaaagta attaatgatt ttatgtttgg ttactctact agatttgata 2 64 7 
aaaattgtgc ctttagcctt ctatatacat cagtggaaac ttaagatgca gtaattatgt 2707 
tccagattga ccatgaataa aatatttttt aatctaaatg tagagaagtt gggattaaaa 2767 
gcagcctcgg aaacacagag ccaggaatat agccttttgg catggtgcca tggctcacat 2 827 
ctgtaatccc agcacttttg gaggctgagg cgggtggatt gcttgaggcc aggagttcga 2887 
gaccagcctg gccaacgtgg tgaaacgctg tctctactaa aatacaaaaa aatagggctg 2947 
ggcgcggttg ctcacgcctg -taatcccagc acttttcaga ggccaaggcg ggcaaatcac 3007 
ctgaggtcaa gagtttgaga ccagcctggc caacatggtg aaaccccatc tctactaaac 3067 
atgcaaaaat tacctgggca tggtggcagg tgcttataat cccagctact ctgggggcca 3127 
aggcaggaga attgcttgag cctgggagat ggaggttgca gtgagctgag atcatgccac 3187 
tgcactccag cctgggcaac agagcaagac tctgcctcaa aaaaaaatta aaataaattt 3247 
aaatacaaaa aaaaatagcc aggtgtgggg tgcatgcctg gaatcccagc tacttgagag 3307 
gctgaggcac gagaattgct tgaacccagg aggtggaggt tgcagtgagc caagatcaca 3367 
ggagccactg cactccagcc tgggtgacag agtgagactc tgtctcaaaa aaaaaattaa 3427 
ataaattatt ataacctttc agaaatgctg tgtgcatttt catgttcttt tttttagcat 3487 
tactgtcact ctccctaatg aaatgtactt cagagaagca gtattttgtt aaataaatac 3547 
ataacctcat tctgaataat gtccctcatt ttgactataa ctgtgcttgg tttcaaaagc 3607 
aaaattaaac aaaaatctca gtcccctccg aagtgaactt tgtgttaccc tgcgtcagaa 3667 
atgccaagtt gtgtttactt ttcattcaga ttttgtgaat atgaacatgc tgttatagga 3727 
tctacagatg aatatttaac tcaatagaaa aattatttta gaacacattg tattggtatt 3787 
tacaaccaga ttatattctt gacgttgact tcattaaaat t 3828 
(SEQ ID NO: 1, Position 2647 to 3828) 
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Met Phe Ser Leu Ser Ser Thr Val Gin Pro Gin Phe Thr Val Pro Leu 

1 . 5 10 15 . 

Ser His Leu He Asn Ala Phe His Thr- Pro Lys Asn Thr Ser Val Ser 

20 25 30 

Leu Ser Gly Val Ser Val Ser Gin Asn Gin His Arg Asp Val Val Pro 

35 .40 .45 

Glu His Glu Ala Pro Ser Ser Glu Cys Met Phe Ser Asp Phe Leu Thr 

50 55 60 

Lys Leu Asn He Val Ser He Gly Lys Gly Lys He Phe Glu Gly Tyr 
65 70 75 80 

Arg Ser Met Phe Met Glu Pro Ala Lys Arg Met Lys Lys Ser Leu Asp 

85 90 95 

Thr Thr Asp Asn Trp His He Arg Pro Glu Pro Phe Ser Leu Ser He. 

100 105 • 110 

Pro Pro Ser Leu Asn Leu Arg Asp Leu Gly Leu Ser Glu Leu Lys He 

115 , 120 125 

Gly Gin He Asp Gin Leu Val Glu Asn Leu Leu Pro Gly Phe Cys Lys 

lio 135 ■ 140 

Gly Lys Asn He Ser Ser His Trp His Thr Ser His Val Ser Ala Gin 
145 150 155 160 

Ser Phe Phe Glu Asn Lys Tyr Gly Asn Leu Asp He Phe Ser Thr Leu 

165 170 175 

Arg Ser Ser Cys Leu Tyr Arg His His Ser Arg Ala Leu Gin Ser He 

180 185 . 190 

Cys Ser Asp Leu Gin Tyr Trp Pro Val . Phe He Gin Ser Arg Gly Phe 

195 200 205 

Lys Thr Leu Lys Ser Arg Thr Arg. Arg Leu Gin Ser Thr Ser Glu Arg 

210 215 220 

Leu Ala Glu Thr Gin Asn He Ala Pro Ser Phe Val Lys Gly Phe Leu 
225 230 235 240 

Leu Arg Asp Arg Gly Ser Asp Val Glu Ser Leu Asp Lys Leu Met Lys 

245 250 255 

Thr Lys Asn He Pro Glu Ala His Gin Asp Ala Phe Lys Thr Gly Phe 

260 265 270 

Ala Glu Gly Phe Leu Lys Ala Gin Ala Leu Thr Gin Lys Thr Asn Asp 

275" 280 285 

Ser Leu Arg Arg Thr Arg Leu He Leu Phe Val Leu Leu Leu Phe Gly 

290 295 300 

He Tyr Gly Leu Leu Lys Asn Pro Phe Leu Ser Val Arg Phe Arg Thr 
305 310 315 320 

Thr Thr Gly Leu Asp Ser Ala Val Asp Pro Val Gin Met Lys Asn Val 

325 330 335 

Thr Phe Glu His Val Lys Gly Val Glu Glu Ala Lys Gin Glu Leu Gin 
340 345 350 

• Glu Val Val Glu Phe Leu Lys Asn Pro Gin Lys Phe Thr He Leu Gly 

355 360 365 

(SEQ ID NO: 2, Position 1 to 368) 
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